Key indicators: single-crystal X-ray study; T = 293 K; mean (C-C) = 0.006 Å; R factor = 0.073; wR factor = 0.159; data-to-parameter ratio = 17.8.
Related literature

Data collection
Bruker-Nonius KappaCCD areadetector diffractometer Absorption correction: integration (Gaussian; Coppens, 1970) T min = 0.946, T max = 0.983 10764 measured reflections 3708 independent reflections 2064 reflections with I > 2(I) R int = 0.079 Refinement R[F 2 > 2(F 2 )] = 0.073 wR(F 2 ) = 0.159 S = 1.10 3708 reflections 208 parameters H-atom parameters constrained Á max = 0.32 e Å À3 Á min = À0.24 e Å À3 Table 1 Hydrogen-bond geometry (Å , ).
Symmetry code: (i) Àx À 1; Ày þ 1; Àz þ 1.
Data collection: COLLECT (Hooft, 1998) and DENZO (Otwinowski & Minor, 1997); cell refinement: DIRAX/LSQ (Duisenberg, 1992); data reduction: EVALCCD (Duisenberg et al., 2003) ; program(s) used to solve structure: SIR92 (Altomare et al., 1994); program(s) used to refine structure: SHELXL97 (Sheldrick, 2008); molecular graphics: PLATON (Spek, 2003) ; software used to prepare material for publication: SHELXL97. Sheldrick, G. M. (2008) . Acta Cryst. A64, 112-122. Spek, A. L. (2003) . J. Appl. Cryst. 36, 7-13. Turan-Zitouni, G., Kaplancikli, Z. A., Erol, K. & Kilic, F. S. (1999) activities (Kritsanida et al., 2002) . The biological activity is closely related to structure, possibly being due to the presence of the -N-C=S unit (Omar et al., 1986) . We are interested in the synthesis and biological activity of substituted triazole derivatives and report here the synthesis and crystal structure of the title compound, (I) (Fig. 1 ).
In the molecluar structure of (I), the bond lengths and angles are within normal ranges (Allen et al., 1987) and comparable with those observed in related structures (Öztürk et al., 2004a,b) . The C7-S1 bond length [1.679 (3) 
Experimental
The synthesis of the title compound was carried out by refluxing a solution of 4-(2-methoxyphenyl)-1-(2-(3methoxyphenyl)acetyl)thiosemicarbazide (3.45 g, 10 mmol) in 2 M NaOH for 5 h. Single crystals suitable for X-ray measurements were obtained by recrystallization from an aqeous ethanol solution at room temperature (yield: 75%; m.p. 469-470 K).
Refinement
H atoms were placed in calculated positions with C-H = 0.93-0.97Å and N-H = 0.86Å and included in the refinement with U iso (H) = 1.2U eq (C,N). Although the atoms of substituted methoxy have larger than normal anisotropic displacement parameters, attempts to create disorder models did not improve the precision of the structure.
Figures Fig. 1 . The molecular structure of (I) with 50% probability displacement ellipsoids (arbitrary spheres for H atoms). Refinement. Refinement of F 2 against ALL reflections. The weighted R-factor wR and goodness of fit S are based on F 2 , conventional R-factors R are based on F, with F set to zero for negative F 2 . The threshold expression of F 2 > σ(F 2 ) is used only for calculating Rfactors(gt) etc. and is not relevant to the choice of reflections for refinement. R-factors based on F 2 are statistically about twice as large as those based on F, and R-factors based on ALL data will be even larger.
Fractional atomic coordinates and isotropic or equivalent isotropic displacement parameters (Å 2 )
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